groups such as the Denisovans [14] and the patterns of human migration associated with the onset of agriculture [15] . Previous studies have also used aDNA to address early selection and the evolution of maize in the American Southwest [16, 17] . However, RamosMadrigal and co-authors provide the first study employing a whole-genome aDNA approach to explicitly address the sequence and tempo of maize domestication. As we begin to uncover the sequential order in which the 'symptoms' of the domestication syndrome arose in maize, we can ask if this order is also found in other domesticated plants, or if the story of domestication for each crop species is unique. Similarly, for crops that arose through multiple domestication events, aDNA analysis can help determine whether domestication is a repeatable process.
Faithful chromosome segregation is accomplished by attachment of chromosomes to spindle microtubules using the kinetochore. In a major step forward in understanding the functional and structural complexity of kinetochores, a 21-subunit human centromerekinetochore complex has been reconstituted entirely from purified components, recreating the connection between DNA and microtubule. 
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